
 
Supplemental figure 8. FlowSOM and LASSO analyses show weak association between 
flowSOM clusters and CA-RNA or SCA. (A, C, E) Plots showing the cross validated 
overfitting error at a range of LASSO stringencies, predicting (A) CA-DNA (n = 47), (C) CA-
RNA (n = 46), or (E) SCA (n = 45) with cluster frequency. The black dashed lines indicate the 
range of stringencies within a standard error of the minimum, and the red dashed line indicates 
the minimum overfitting error in (E). (B, D, F) Plots showing the estimated coefficients for each 
cluster at the full range of stringencies for (B) CA-DNA, (D) CA-RNA, or (F) SCA. No 
coefficients were selected in (D), while labels are shown for all clusters selected in (F). (G) 
Scatterplots showing the associations between SCA and the variables selected by the LASSO. 


